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Caiman yacare is a widespread crocodilian species occurring in the Bolivia, Madeira and Paraguay 
River basins, it is a species with economic value, used in management programs for its leather and 
meat. However, its unsustainable use can cause population declines in local and regional levels. 
The evaluation of those population needs to done regularly, and the use of genetic tools are very 
useful to detect changes in population size along the time. Our aim is to verify the genetic 
diversity, demographic patterns and molecular variance in Caiman yacare populations across its 
range.  We extract the DNA of 89 individuals of C. yacare throughout its entire range, and 
sequenced the cyt b mitochondrial gene for the analysis. The biological groups within C. yacare 
were defined in BAPS software, resulting in two groups: Madeira + Bolivia (Guaporé, Mamoré and 
Beni Rivers) and Paraguay River. We calculate the Nei’s nucleotide and gene diversity for all the 
populations within groups, AMOVA to verify the genetic structure and isolation between the 
groups, and Tajima’s D and Fu’s FS tests of neutrality for demographic historic using Arlequin 
software. We found high nucleotide and gene diversity in Caiman yacare (H=0.84, π=0.004), with 
18 haplotypes and 21 polymorphic sites. The Madeira + Bolivia group have higher genetic diversity 
(H=0.72; π=0.0012, N=57) then Paraguay group (H=0.67; π=0.0012, N=25). The AMOVA analysis 
shows strong genetic structure between those two groups, with 78.2% of variation between them 
(ФST  0.83, p 0), both groups don’t share any haplotypes. The neutrality tests were not significant 
for all the sampled populations within the two groups, not showing signs of expansion or 
population reduction. However, the Madeira + Bolivia group have significant Fu’s FS test showing 
signs of population grow or hitchhiking.  Our data suggest the existence of two distinct 
management units of Caiman yacare that should have distinct management and conservation 
strategies. 
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